
logo MNVPVEKNI
SSFSKELQRQTLRSRHLLRTELPSFSDEMIEWHIKNGYITAENS I S INKRGRYRCNRCGQTDQRYFSFYHSSGKN

NTDB id 319327 D9C11 RS08190 WP 121591202.1 MNVPVEKNISFSKELRQTLRSRHLLRTELPFSDEMIEWHIKNGYITAENSISINKRGYRCNRCGQTDQRYFSFYHSSGKN 80
NTDB id 108 BSU 35470 NP 391427.1 MNVPVEKNSSFSKELQQTLRSRHLLRTELSFSDEMIEWHIKNGYITAENSISINKRRYRCNRCGQTDQRYFSFYHSSGKN 80
consensus !!!!!!!! !!!!!! !!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!

logo KLYCRSCVMMGRVSEEVPLYSWKEENEPSNWKQS IKLTWDGKLSNSGQQKAANVL I EA I SKKEELL IWAVCGAGKTE I
MLFPGI

NTDB id 319327 D9C11 RS08190 WP 121591202.1 KLYCRSCVMMGRVSEEVPLYSWKEENEPNWQSIKLTWDGKLSNGQQKAANVLIEAISKKEELLIWAVCGAGKTEILFPGI 160
NTDB id 108 BSU 35470 NP 391427.1 KLYCRSCVMMGRVSEEVPLYSWKEENESNWKSIKLTWDGKLSSGQQKAANVLIEAISKKEELLIWAVCGAGKTEMLFPGI 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!

logo ESALNQGLRVC IATPRTDVVLELAPRLKAAFQGADI SALYGGSDDKGRLSPLMI STTHQLLRYKDAFIDVMI IVDEVDAFPY
NTDB id 319327 D9C11 RS08190 WP 121591202.1 ESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAFDVMIVDEVDAFPY 240
NTDB id 108 BSU 35470 NP 391427.1 ESALNQGLRVCIATPRTDVVLELAPRLKAAFQGADISALYGGSDDKGRLSPLMISTTHQLLRYKDAIDVMIIDEVDAFPY 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!*!!!!!!!!

logo SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVR IPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVKR
NTDB id 319327 D9C11 RS08190 WP 121591202.1 SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVKR 320
NTDB id 108 BSU 35470 NP 391427.1 SADQTLQFAVQKARKKNSTLVYLSATPPKELKRKALNGQLHSVRIPARHHRKPLPEPRFVWCGNWKKKLNRNKIPPAVKR 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo WI EFHVKEGRSPVFLFVPSVS I LMEKAAACFKGVDHCRATAESVHAEDKHRKEKVQQFRDGQLDLL ITTTI LERGVTVPKVQTGV
NTDB id 319327 D9C11 RS08190 WP 121591202.1 WIEFHVKEGSPVFLFVPSVSIMEKAAACFKGVDCRAESVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQTGV 400
NTDB id 108 BSU 35470 NP 391427.1 WIEFHVKEGRPVFLFVPSVSILEKAAACFKGVHCRTASVHAEDKHRKEKVQQFRDGQLDLLITTTILERGVTVPKVQTGV 400
consensus !!!!!!!!! !!!!!!!!!!!*!!!!!!!!!!*!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LGAESPS I FTESALVQIAGRTGRHKEYADGDVI FYFHFGKTKSMLDARKHIKEMNELAAKVECTD
NTDB id 319327 D9C11 RS08190 WP 121591202.1 LGAESPIFTESALVQIAGRTGRHKEYADGDVIFFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
NTDB id 108 BSU 35470 NP 391427.1 LGAESSIFTESALVQIAGRTGRHKEYADGDVIYFHFGKTKSMLDARKHIKEMNELAAKVECTD 463
consensus !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

X non conserved

X similar

X ≥ 50% conserved


